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Supplementary Figure 1. Comparison between the efficiency of A) Rosetta, B) LOMETS, C) RaptorX, D) PhyRe2, and E) I-TASSER 1 generating
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QMEAN values, side chams, and psi/phi parameters of Ramachandran plots in the PROCHECK tool.
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3-dimensional structure of SRY protem. The parameters used m comparisons are normalization



